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Research Progress of Acidobacteria Ecology in Soils
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Abstract: The phylum Acidobacteria is one of the most important bacterial groups in soils. Based on analysis of 16S rRNA gene

sequences, the number of Acidobacteria generally represents about 20% of total soil bacterial communities, some of them even account for more

than 50%, which suggests that Acidobacteria play important roles in soil ecological process. In this paper, we reviewed the research progress

of Acidobacteria ecology in soils from several aspects, such as effects of plant types, altitude, nitrogen fertilizer and CO, enrichment on the

distribution of Acidobacteria, as well as rhizosphere effects of Acidobacteria, etc. The relationships between distributions of different taxonomic

level Acidobacteria and environmental factors were summarized. The potential ecological functions of Acidobacteria were also presented in this

paper. In the end of this paper, the importance for future study of Acidobacteria, such as reinforcement of isolation and pure culture, refinement of

molecular ecological research, and adoption of metagenomics and single-cell sequencing approaches were also addressed.
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